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GGGGGAGAAGGCGGCCGAGCCCCAGCTCTCCGAGCACCGGGTCGGAAGCCGCGACCCGAGCCGCGCAGGAA 
GCTGGGACCGGAACCTCGGCGGACCCGGCCCCACCCAACTCACCTGCGCAGGTCACCAGCACCCTCGGAAC 
CCAGAGGCCCGCGCTCTGAAGGTGACCCCCCTGGGGAGGAAGGCG ATG GCCCCTGCGAGGACGATGGCCCG 
CGCCCGCCTCGCCCCGGCCGGCATCCCTGCCGTCGCCTTGTGGCTTCTGTGCACGCTCGGCCTCCAGGGCA 
CCCAGGCCGGGCCACCGCCCGCGCCCCCTGGGCTGCCCGCGGGAGCCGACTGCCTGAACAGCTTTACCGCC 
GGGGTGCCTGGCTTCGTGCTGGACACCAACGCCTCGGTCAGCAACGGAGCTACCTTCCTGGAGTCCCCCAC 
CGTGCGCCGGGGCTGGGACTGCGTGCGCGCCTGCTGCACCACCCAGAACTGCAACTTGGCGCTAGTGGAGC 
TGCAGCCCGACCGCGGGGAGGACGCCATCGCCGCCTGCTTCCTCATCAACTGCCTCTACGAGCAGAACTTC 
GTGTGCAAGTTCGCGCCCAGGGAGGGCTTCATCAACTACCTCACGAGGGAAGTGTACCGCTCCTACCGCCA 
GCTGCGGACCCAGGGCTTTGGAGGGTCTGGGATCCCCAAGGCCTGGGCAGGCATAGACTTGAAGGTACAAC 
CCCAGGAACCCCTGGTGCTGAAGGATGTGGAAAACACAGATTGGCGCCTACTGCGGGGTGACACGGATGTC 
AGGGTAGAGAGGAAAGACCCAAACCAGGTGGAACTGTGGGGACTCAAGGAAGGCACCTACCTGTTCCAGCT 
GACAGTGACTAGCTCAGACCACCCAGAGGACACGGCCAACGTCACAGTCACTGTGCTGTCCACCAAGCAGA 
CAGAAGACTACTGCCTCGCATCCAACAAGGTGGGTCGCTGCCGGGGCTCTTTCCCACGCTGGTACTATGAC 
CCCACGGAGCAGATCTGCAAGAGTTTCGTTTATGGAGGCTGCTTGGGCAACAAGAACAACTACCTTCGGGA 
AGAAGAGTGCATTCTAGCCTGTCGGGGTGTGCAAGGTGGGCCTTTGAGAGGCAGCTCTGGGGCTCAGGCGA 
CTTTCCCCCAGGGCCCCTCCATGGAAAGGCGCCATCCAGTGTGCTCTGGCACCTGTCAGCCCACCCAGTTC 
CGCTGCAGCAATGGCTGCTGCATCGACAGTTTCCTGGAGTGTGACGACACCCCCAACTGCCCCGACGCCTC 
CGACGAGGCTGCCTGTGAAAAATACACGAGTGGCTTTGACGAGCTCCAGCGCATCCATTTCCCCAGTGACA 
AAGGGCACTGCGTGGACCTGCCAGACACAGGACTCTGCAAGGAGAGCATCCCGCGCTGGTACTACAACCCC 
TTCAGCGAACACTGCGCCCGCTTTACCTATGGTGGTTGTTATGGCAACAAGAACAACTTTGAGGAAGAGCA 
GCAGTGCCTCGAGTCTTGTCGCGGCATCTCCAAGAAGGATGTGTTTGGCCTGAGGCGGGAAATCCCCATTC 
CCAGCACAGGCTCTGTGGAGATGGCTGTCACAGTGTTCCTGGTCATCTGCATTGTGGTGGTGGTAGCCATC 
TTGGGTTACTGCTTCTTCAAGAACCAGAGAAAGGACTTCCACGGACACCACCACCACCCACCACCCACCCC 
TGCCAGCTCCACTGTCTCCACTACCGAGGACACGGAGCACCTGGTCTATAACCACACCACCCGGCCCCTCT 
GAGCCTGGGTCTCACCGGCTCTCACCTGGCCCTGCTTCCTGCTTGCCAAGGCAGAGGCCTGGGCTGGGAAA 
AACTTTGGAACCAGACTCTTGCCTGTTTCCCAGGCCCACTGTGCCTCAGAGACCAGGGCTCCAGCCCCTCT 
TGGAGAAGTCTCAGCTAAGCTCACGTCCTGAGAAAGCTCAAAGGTTTGGAAGGAGCAGAAAACCCTTGGGC 
CAGAAGTACCAGACTAGATGGACCTGCCTGCATAGGAGTTTGGAGGAAGTTGGAGTTTTGTTTCCTCTGTT 
CAAAGCTGCCTGTCCCTACCCCATGGTGCTAGGAAGAGGAGTGGGGTGGTGTCAGACCCTGGAGGCCCCAA 
CCCTGTCCTCCCGAGCTCCTCTTCCATGCTGTGCGCCCAGGGCTGGGAGGAAGGACTTCCCTGTGTAGTTT 
GTGCTGTAAAGAGTTGCTTTTTGTTTATTTAATGCTGTGGCATGGGTGAAGAGGAGGGGAAGAGGCCTGTT 
TGGCCTCTCTGTCCTCTCTTCCTCTTCCCCCAAGATTGAGCTCTCTGCCCTTGATCAGCCCCACCCTGGCC 
TAGACCAGCAGACAGAGCCAGGAGAGGCTCAGCTGCATTCCGCAGCCCCCACCCCCAAGGTTCTCCAACAT 
CACAGCCCAGCCCACCCACTGGGTAATAAAAGTGGTTTGTGGAAAAAAAAAAAAAAAAAAAAAAAAAA 



2/5 



FIGURE 2 



MAPARTMARARLAPAGIPAVALWLLCTLGLQGTQAGPPPAPPGLPAGADCLNSFTAGVPGFVLDTNASVSN 
GATFLESPTVRRGWDCVRACCTTQNCNLALVELQPDRGEDAI7VACFLINCLYEQNFVCKFAPREGFINYLT 
REVYRSYRQLRTQGFGGSGIPKAWAGIDLKVQPQEPLVLKDVENTDWRLLRGDTDVRVERKDPNQVELWGL 
KEGTYLFQLTVTSSDHPEDTANVTVTVLSTKQTEDYCLASNKVGRCRGSFPRWYYDPTEQICKSFVYGGCL 
GNKNNYLREEECILACRGVQGGPLRGSSGAQATFPQGPSMERRHPVCSGTCQPTQFRCSNGCCIDSFLECD 
DTPNCPDASDEAACEKYTSGFDELQRIHFPSDKGHCVDLPDTGLCKESIPRWYYNPFSEHCARFTYGGCYG 
NKNNFEEEQQCLESCRGISKKDVFGLRREIPIPSTGSVEMAVTVFLVICIVVVVAILGYCFFKNQRKDFHG 
HHHHPPPTPASSTVSTTEDTEHLVYNHTTRPL 



signal sequence: 
transmembrane domain: 
N-glycosylation sites: 
N-myristoylation sites: 



Amino acids 1-35 
Amino acids 466-483 

Amino acids 66-70 ; 235-239 ; 523-527. 

Amino acids 29-35; 43-49; 161-167; 
212-218; 281-287; 282-288 
285-291; 310-316; 313-319 
422-428; 423-42 9; 42 6-4 32 



Cell attachment sequence: 



Amino acids 193-199 



Pancreatic trypsin inhibitor (Kunitz) family signatures: 

Amino acids 278-2 98 ; 4 1 9-4 38 



+ 



0 0.5 1 2 4 0 0.5 1 2 4 (hrs) 




FIG. 3(a) 



C01 234567 




FIG. 3(b) 



Kallikrein 

+ 



0 12 4 0 1 2 4 (hrs) 




FIG. 4(a) 

Factor XI la 
+ — 

0 1 2 4 0 1 2 4 (hrs) 




FIG. 4(b) 



